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was positive only in 3 (3.9%) of AF samples, but bacterial
DNA was detected in 35 (46%).
The average number of PMNs was 67 and 59 in DNA neg-
ative and positive AF samples, respectively. Frequency of
fever, chills, abdominal pain and tenderness was similar in
both groups.
Conclusion: Our results indicate that, AF in almost half
of NNA cases may be seeded by whole/DNA of bacteria and
this condition is not associated with clinical symptoms or
number of PMNs in AF.
doi:10.1016/j.ijid.2008.05.590
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Background: Manifestations of acute peripheral nervous
system involvement in Lyme disease include radiculopa-
thy, cranial neuropathy, and mononeuropathy multiplex.
CNS involvement includes lymphocytic meningitis and,
rarely, encephalomyelitis. Late neurologic Lyme disease may
present as encephalomyelitis, peripheral neuropathy, or
encephalopathy.
Methods: Epidemiological investigations, clinical aspects
and treatment results in Hospital of Infectious Diseases in
Warsaw were retrospectively analyzed.
Results: In years 1995—2007 1260 patients (pts) with
Lyme disease were observed. Among them 50 pts had
symptoms of neuroborreliosis. The group of 33/50 pts had
history of tick bite and in 17/50 pts erythema migrans
(EM) was recognized (12 pts were not treated). In 2 per-
sons neurological symptoms appeared concomitantly with
EM. Clinical presentation included: meningitis, cranial neu-
ropathy, radiculopathy, peripheral neuropathy, encephalitis,
encephalopathy. The speciﬁc antibodies against B. burgdor-
feri were detected in serum in 48 pts. CSF examination
was performed in 47 pts. Thirty six pts had CSF abnormal-
ities. Thirty one pts had elevated CSF protein level. In 28
pts CSF pleocytosis was found. The speciﬁc antibodies were
detected in CSF in 38 pts. Ten pts (20%) with neuroborrelio-
sis had also symptoms of Lyme arthritis in form of myalgias,
arthralgias or arthritis. In ﬁve cases (10%) of neuroborreliosis
depression was diagnosed. All pts were treated with antibi-
otics: ceftiaxone, penicillin G (21—28 days). Thirty three pts
(66%) recovered, but 17 pts (34%) had recurrence of neuro-
logical symptoms and received retherapy.
Conclusions: 1) Only 4% of pts with Lyme disease devel-
oped neuroborreliosis. 2) In 66% of pts with neuroborreliosis
was not preceeded by EM, what decreased probability treat-
ment efﬁcacy. 3) Meningitis with seventh cranial nerve palsy
was the most common manifestation of neuroborreliosis. 4)
Treatment was successful in all pts, but 34% needed two
courses of antibiotic therapy.
doi:10.1016/j.ijid.2008.05.591
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Background: Antibiotic resistance is a growing prob-
lem and particularly of concern in nosocomial infections.
Nosocomial pneumonia occurs in 0.4—1.1% of hospitalized
patients. It is the most common infection in intensive care
units. Bacterial colonization of the upper airway followed by
micro aspiration or macro inspiration into the lungs is consid-
ered the primary mechanism for development of nosocomial
pneumonia. More than 90% of cases of nosocomial pneu-
monia are caused by bacteria, 15—30% represented with
staphylococcus aureus. Following the data of a 4-year long
period the resistance to methicillin was identiﬁed in ≈32%
with a tendency of increasing percentage of MRSA isolates
up to 35%, originated from samples taken among patients
from ICU in the Clinical Center of Skopje.
Methods: In a one year long period 2006—2007, 7 consec-
utive patients were transferred to the Clinic of Infectious
Diseases from the toxicology ICU. The reason of there trans-
fer was detecting MRSA isolates from the skin - 7 patients,
sputum -4 patients, blood culture -6 patients. Five of these
patients had endotracheal or nasotracheal tubes and the
symptoms of pneumonia appeared within the ﬁrst four days
of hospitalization.
Results: Presentation of nosocomial pneumonia caused
by MRSA was detected through all known dominant clinical,
biochemical and radiographic signs and only responded to
high doses of vancomycin.
Conclusion: Hospital acquired (HA) MRSA infection pre-
sented by nosocomial pneumonia is a result of contaminated
hospital environment. Vancomycin was the antibiotic of
choice for HA-MRSA pneumonia and there was no MRSA iso-
late that shows vancomycin resistance.
doi:10.1016/j.ijid.2008.05.592
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Background: Interleukin-18 (IL-18) is a pleiotropic
cytokine that is involved in regulation of both the innate
and acquired immune response. The most prominent bio-
logic property of IL-18 is its ability to induce the production
of IFN- in presence of IL-12. Moreover, it stimulates the
expression of TNF- and IL-1, enhances the differentiation
of T cells to the Th1 and impairs the synthesis of the anti-
inﬂammatory cytokine IL-10. Then it seems that IL-18 has
a crucial role in immunity against Brucella infection. Since
the expression of IL-18 can be affected by polymorphisms
in its gene, we decided to investigate any probable rela-
e238 13th International Congress on Infectious Diseases Abstracts, Poster Presentations
tion between six different IL-18 gene polymorphisms and
brucellosis.
Methods: A total of 188 patients with brucellosis and 77
healthy farmer who consumed contaminated row milk and
dairy products from animals with brucellosis, were included
in this study. All individuals were genotyped for six IL-18
polymorphisms at positions −656, −607, −137, +113, +127
and codon 35/3 using polymerase chain reaction-restriction
fragment length polymorphism (PCR-RFLP).
Results: The distribution of alleles for IL-18 polymor-
phisms at position -137G/+113T/+127C (correlated with
high production of IL-18), codon 35/3C and −656G/−607C
(correlated with higher production of IL-18) were signif-
icantly higher in the healthy controls than the patients
(p = 0.000022, p = 0.00185 and p = 0.0441, respectively).
Discussion: As data revealed genotypes that have corre-
lation with higher production of IL-18 are more frequent in
the controls than the patients. Then it might be deduced
that individuals who inherited these genotypes/alleles are
able to produce higher level of IL-18 at the onset of infection
and it leads to more IFN- production and control Brucella
infection before appearing brucellosis.
doi:10.1016/j.ijid.2008.05.593
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Background: Interleukin-8 (IL-8), a member of CXC
chemokine family, is a chemoattractant of neutrophils and
lymphocytes. IL-8 promoter is estimated to be 1500 bp. Sev-
eral reports have shown relationship between IL-8 gene
polymorphism and several human diseases such as bronchial
asthma, Parkinson’s disease and Helicobacter pylori infec-
tion. The aim of this study was to evaluate the relationship
between IL-8 (−251A/T) polymorphism and brucellosis.
Methods: 188 patients with brucellosis and 77 healthy
farmer who consumed contaminated row milk and dairy
products from animals with brucellosis, were included in
this study. All individuals were genotyped for IL-8 (−251A/T)
promoter polymorphism using polymerase chain reaction-
restriction fragment length polymorphism (PCR-RFLP).
Results: The frequency of AA genotype was signiﬁcantly
higher in patients group than healthy individuals (14.3% vs
2.5%, respectively; P = 0.005).
Discussion: As data revealed the frequency of AA geno-
type was lower in healthy controls than patients. The IL-8
(−251A/T) allele has recently been reported to be a risk
factor for bronchial asthma and the disease has also been
associated with increased IL-8 secretion in airway epithe-
lia. Hence, our study provides evidence that presence of
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Background: Colony morphology, optochin sensitivity,
bile solubility and agglutination with antipneumococcal
antisera are classically used for identiﬁcation of S. pneumo-
niae. However, atypical pneumococcus may show aberrant
reactions to bile or optochin and/or do not react with
antipneumococcal antisera resulting in misidentiﬁcation of
pneumococci that jeopardize the diagnosis and management
of pnemococcal diseases.
Methods: Optochin-resistant, bile-soluble atypical S.
pneumoniae isolates from nasopharyngeal swab cultures of
healthy young infants were studied by phenotypic and geno-
typic characteristics.
Results: In total 111 optochin-resistant alpha-haemolytic
streptococci were isolated from nasopharyngeal swab cul-
tures of healthy young infants. They were further tested
for tube bile (10% wt/vol, sodium deoxycholate) solubil-
ity and lytA (autolysin) gene PCR for identiﬁcation of S.
pneumoniae, 37 (33.3%) were bile-soluble and lytA posi-
tive suggesting presumptive S. pneumoniae. All of them
had signiﬁcant coresistance to other antimicrobial agents
(64.86% were resistant to penicillin, 78.37% to cotrimoxa-
zole, 78.37% to ciproﬂoxacin, 45.95% to tetracycline, 27.03%
to azithromycin/erythromycin) and multi-drug-resistance
(resistant to ≥3 drugs, 64.86%). Of 16 randomly selected
strains tested by Binax NOW kit, 13 were positive. A min-
imum evolution tree showing the relationship based on
multilocus sequence analysis (MLSA) of the concatenated
sequences of six housekeeping genes, aroe, gdh, gki, recP,
spi and xpt of 16 isolates revealed two distinct clusters:
two strains in pneumococcal cluster and 14 in the adja-
cent cluster of Streptococcus mitis. A single point mutation
in alpha helix 2 of atpC gene encoding c-subunit of F0/F1
ATPase was detected in codons 45, 47 and 49 in optochin-
resistant determining region of three optochin-resistant,
bile-soluble (10% and 1%), lytA-positive genotypically S.
mitis-like trains, respectively that were typically observed
in optochin-resistant typical S. pneumoniae.
Conclusion: Colonization of nasopharynx of healthy young
infants by multidrug-resistant atypical S. pneumoniae might
have signiﬁcant potential for causing invasive pneumococcal
diseases, as they might not be optimally immunocompetent.
doi:10.1016/j.ijid.2008.05.595
